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Supplemental Figures legend 

 

Supplemental Figure 1 

We selected 4 CH-C patients to isolate serum miRNAs and PBMCs miRNAs at the 

same time. The deep sequence analysis was carried out to quantify both miRNAs. We 

could detect various miRNAs that were highly expressed in PBMCs by analyzing the 

ratio between the amounts of serum miRNAs and PBMCs miRNAs. The Y-axis shows 

the expression of miRNAs in the serum. X-axis shows the expression of miRNAs in 

PBMCs. 

 

Supplemental Figure 2 

To identify the potential roles of miR-146b, protein-to-protein interactions of the target 

genes of miR-146b were analyzed. DIANA-TarBase v7.01, a database that indexes 

experimentally validated microRNA targets, was used to identify the target genes of 

miR146b. The list of target genes is shown in supplemental table 3. The gene functional 

classification tool from the Database for Annotation, Visualization and Integrated 



Discovery (DAVID) was used to identify enriched gene ontology (GO) terms in the target 

genes of miR-146b2. The protein-to-protein networks of the target genes were analyzed 

using the String v10 program3. The DAVID gene functional classification tool revealed a 

significant enrichment of several gene ontologies with a p-value of less than 0.05. The 

lists of top 10 gene ontologies are shown in supplemental table 4. Six gene ontologies 

related to the regulation of cell death and apoptosis were found and one gene ontology 

related to NF-kB signaling was identified in the biological function category. Four gene 

ontologies related to vesicles were identified in the cellular component category. 

Interestingly, network analysis of the target genes of miR-146b using the String v10 

program indicated the central involvement of nuclear factor-kappa B (NF-kB) signaling 

(supplemental figure 2). Taken together, the analyses predicted NF-kB signaling as the 

most likely candidate that would be modulated by miR-146b in the immune response in 

HCV infection. 
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